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The paper addresses an important challenge in bioinformatics; how to improve code quality, including 

documentation and testing. The proposed approach, bionitio, are templates that create a code 

repository for many popular (and perhaps not so popular) programming languages in bioinformatics. 

The tool can also add the repository to the user's GitHub. The paper describes and motivates best 

practices for software development, by for example using unit tests. 

I believe the paper is very useful to read for inexperienced software developers since it explains many 

best practices for writing usable tools. The templates then show how these are implemented. However, 

I wonder if the command line is the best starting point for inexperienced programmers? And if not 

starting with an IDE that provides similar templates would be better? The paper could therefore discuss 

how bionitio can be used from an IDE. I also wonder if the team plan to provide bionitio templates for 

some popular IDEs? Finally, are there some numbers that can document how much bionitio is used, and 

who the users are? Perhaps something from GitHub? &nbsp; 

The GitHub repository for bionitio has 563 commits, 11 forks, and 19 stars. The code seems to be in 

active development. The last commit was about a month ago. It has nice documentation, and an issue 

tracker. 

I tested bionitio-python in Ubuntu on Windows. It has Python2 as default, so by following the 

instructions I could install the code (with Python2), but not run it. However, by installing the code with 

pip3 I could use it as described in the documentation. But this solution may not be obvious for beginner 

programmers, so the documentation should take this into account. I also found that the example 

program treated invalid fasta files (for example setup.py) as empty fasta files. I believe according to the 

documentation this should have resulted in an "invalid file" exit value instead of success (zero). 

I also asked three members of my team to test it (Dr. Einar HolsbÃ¸, Morten GrÃ¸nnesby, and Jo Inge 

Arnes). All are experienced &nbsp;programmers. They tested bionitio for R, Python, C++, and C#. &nbsp; 

We cloned the C#-repository and opened the included solution in Visual Studio 2017. In the debugger 

options, we gave the path to our FASTA-file as a command-line parameter. We placed a break-point at 

the last return statement in the main function to prevent the application from exiting before we could 

read the results. The application was launched using the debugger, and the outputted results were as 

expected. Next, we generated a boiler-plate project for C#. Since there were no available bat-scritps in 

the bionitio-repository, we used PowerShell to run the boot/bionitio-boot.sh script. 

In the documentation, C# was not mentioned as one of the available languages. We tried to use -i csharp 

as a parameter, which was recognized by the script. The C# project files were generated and the solution 

worked. The integration with GitHub, however, did not work. When we ran the script, a different 

command-line window was opened, asking for a GitHub password. When typing in the password, it was 



shown in clear text. Nothing happened when hitting the Enter-key. The GitHub-repository was not 

created. 

The C++ version requires a bit more manual configuration, since the `CMake`/`Make` install does not 

copy the built executable to a standard location (such as usr/local/bin). It also depends on the `seqan` 

library that has to be downloaded separately. 
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